Characterization of Microbial Mat Microbiomes in the Modern Thrombolite Ecosystem of Lake Clifton, Western Australia Using Shotgun Metagenomics by John G. Warden et al.
fmicb-07-01064 July 4, 2016 Time: 12:39 # 1
ORIGINAL RESEARCH




University of Southern California, USA
Reviewed by:
Anas Ghadouani,
The University of Western Australia,
Australia
Wesley Douglas Swingley,





This article was submitted to
Aquatic Microbiology,
a section of the journal
Frontiers in Microbiology
Received: 15 March 2016
Accepted: 24 June 2016
Published: 06 July 2016
Citation:
Warden JG, Casaburi G,
Omelon CR, Bennett PC,
Breecker DO and Foster JS (2016)
Characterization of Microbial Mat
Microbiomes in the Modern
Thrombolite Ecosystem of Lake




Characterization of Microbial Mat
Microbiomes in the Modern
Thrombolite Ecosystem of Lake
Clifton, Western Australia Using
Shotgun Metagenomics
John G. Warden1,2, Giorgio Casaburi2, Christopher R. Omelon1, Philip C. Bennett1,
Daniel O. Breecker1 and Jamie S. Foster2*
1 Department of Geological Sciences, University of Texas at Austin, Austin, TX, USA, 2 Space Life Science Lab, Department
of Microbiology and Cell Science, University of Florida, Merritt Island, FL, USA
Microbialite-forming communities interact with the environment and influence the
precipitation of calcium carbonate through their metabolic activity. The functional
genes associated with these metabolic processes and their environmental interactions
are therefore critical to microbialite formation. The microbiomes associated with
microbialite-forming ecosystems are just now being elucidated and the extent of
shared pathways and taxa across different environments is not fully known. In this
study, we profiled the microbiome of microbial communities associated with lacustrine
thrombolites located in Lake Clifton, Western Australia using metagenomic sequencing
and compared it to the non-lithifying mats associated with surrounding sediments
to determine whether differences in the mat microbiomes, particularly with respect
to metabolic pathways and environmental interactions, may potentially contribute to
thrombolite formation. Additionally, we used stable isotope biosignatures to delineate
the dominant metabolism associated with calcium carbonate precipitation in the
thrombolite build-ups. Results indicated that the microbial community associated with
the Lake Clifton thrombolites was predominantly bacterial (98.4%) with Proteobacteria,
Cyanobacteria, Bacteroidetes, and Actinobacteria comprising the majority of annotated
reads. Thrombolite-associated mats were enriched in photoautotrophic taxa and
functional genes associated with photosynthesis. Observed 13δ C values of thrombolite
CaCO3 were enriched by at least 3.5h compared to theoretical values in equilibrium
with lake water DIC, which is consistent with the occurrence of photoautotrophic activity
in thrombolite-associated microbial mats. In contrast, the microbiomes of microbial
communities found on the sandy non-lithifying sediments of Lake Clifton represented
distinct microbial communities that varied in taxa and functional capability and were
enriched in heterotrophic taxa compared to the thrombolite-associated mats. This study
provides new insight into the taxa and functional capabilities that differentiate potentially
lithifying mats from other non-lithifying types and suggests that thrombolites are actively
accreting and growing in limited areas of Lake Clifton.
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INTRODUCTION
Microbialites are carbonate buildups that form through the
interactions between microbial communities and their local
environment (Burne and Moore, 1987). First appearing in
the Archean (Grotzinger and Knoll, 1999), microbialites were
one of the dominant ecosystems on Earth for more than 3
billion years until they declined in the Ordovician (Kennard
and James, 1986). Modern analogs of these ancient ecosystems
are rare compared to their abundance in the fossil record
but have been found in a wide range of habitats including
hypersaline (e.g., Arp et al., 1998) and freshwater lakes (e.g.,
Laval et al., 2000) as well as marine environments (e.g., Logan,
1961; Dravis, 1983). Microbialites can be classified based on their
internal microfabrics and include the well-studied laminated
stromatolites (e.g., Reid et al., 2000) and less well-known
thrombolites, which are composed of unlaminated calcium
carbonate mesoclots and cavities filled with detrital sediments
(Kennard and James, 1986).
Currently, there are relatively few known sites of actively
growing thrombolites. The most well-known are the marine
thrombolites of Highborne Cay, The Bahamas (Myshrall et al.,
2010; Mobberley et al., 2012, 2013, 2015) and the lacustrine
thrombolites of Lake Clifton, Western Australia (Moore, 1987;
Moore and Burne, 1994; Smith et al., 2010). Lake Clifton, in
particular, serves as an important model system for the formation
and growth of thrombolites because changes to lake water
chemistry over the past 20 years. Lake Clifton has undergone a
steady increase in salinity since the first published measurements
in the early 1970s (Williams and Buckney, 1976). The lake
was first characterized as hyposaline, with total dissolved solids
(TDSs) that typically ranged between 15–32 g/L in the 1980s but
by the late 1990s increased to 25–49 g/L (Moore, 1987; Rosen
et al., 1996; Knott et al., 2003; Smith et al., 2010). These increases
in salinity, coupled with elevations in nitrogen concentrations,
have potentially altered the dominant microbial communities
in the system and constrained thrombolite formation (Gleeson
et al., 2015; Warden, 2016).
The recent changes in lake water chemistry observed in
Lake Clifton present a unique opportunity to understand
how microbialite-forming ecosystems respond and adapt
to environmental changes and to understand how those
changes in community composition potentially influence mat
lithification. There are several key microbial metabolisms that
influence the net carbonate precipitation and dissolution in
microbialites including photosynthesis, heterotrophy, sulfate
reduction, sulfide oxidation, and exopolymeric substance
(EPS) production (Dupraz and Visscher, 2005; Visscher and
Stolz, 2005; Dupraz et al., 2009). Together these metabolisms
can control the precipitation potential within the microbial
community by influencing the calcium carbonate saturation
index and the availability of nucleation sites. Metabolisms,
such as photosynthesis and some types of sulfate reduction,
can increase local pH and thereby promote precipitation,
whereas other metabolisms, such as sulfide oxidation and aerobic
respiration, can lower the pH (Glunk et al., 2011; Gallagher et al.,
2012). The availability of nucleation sites can be controlled by
the production and degradation of EPSs (Dupraz et al., 2009).
EPS material can bind cations, such as Ca2+, and through
heterotrophic degradation these cations can be released and be
made available for calcium carbonate precipitation (Gallagher
et al., 2012).
Recently through metagenomic and metatranscriptomic
analyses the genes and taxa associated with these key pathways
have started to be delineated in modern microbialites (Breitbart
et al., 2009; Khodadad and Foster, 2012; Mobberley et al.,
2013, 2015; Saghaï et al., 2015; Casaburi et al., 2016; Ruvindy
et al., 2016; White et al., 2016). These advances have increased
understanding of the functional capability of microbialite-
forming ecosystems and suggest that all microbialites share key
pathways associated with carbonate precipitation regardless of
environmental habitat, and that these metabolic pathways are
more critical for microbialite development than a particular
taxonomic composition (Casaburi et al., 2016).
Although these prior molecular studies have begun to
characterize microbialite-forming communities in marine and
hypersaline environments, there is very little information
regarding the microbiomes (i.e., taxa and functional genes)
of thrombolite-associated communities in Lake Clifton. One
recent study targeted the 16S rRNA gene and revealed that
the dominant bacterial phyla associated with thrombolite
samples were Proteobacteria, Bacteroidetes, and Firmicutes
(Gleeson et al., 2015). These results differ from studies
conducted more than 20 years ago in which the phylum
Cyanobacteria, in particular Scytonema, were the dominant
taxa in the communities and considered critical drivers of
calcification in Lake Clifton thrombolites (Moore, 1987).
Recent microscopy-based studies have suggested that the
composition of microbial communities in Lake Clifton has
been fundamentally altered over the timespan of the observed
lake water salinity increase (Smith et al., 2010). These studies
have been critical to assess whether the microbial communities
are changing in response to increased salinity and potential
eutrophication of Lake Clifton, or if the communities are
influenced by seasonal variations in lake water salinity and
chemistry.
Lake Clifton is highly dynamic, with large variations in
lake water salinity correlating with lake level fluctuations up
to 1 m annually as the balance between water inputs and
evaporative outputs changes seasonally (Moore, 1987; Rosen
et al., 1996). Additionally, Lake Clifton thrombolites span well
over 6 km of shoreline along which thrombolite size and
morphology varies (Moore and Burne, 1994). It is unclear
how microbial communities have adapted to increasing salinity
across these large spatial gradients and how this has impacted
thrombolite growth. Characterization of microbial communities
from multiple sampling times and locations within the lake is
thus essential to assess spatial and seasonal variability and fully
evaluate the current potential, if any, for mat lithification in
Lake Clifton. Building upon previous work, the aim of this study
was to assess the functional gene capability of the microbial
mats associated with the thrombolites in the lake and adjacent
non-lithifying sediments to help elucidate controls on carbonate
lithification potential.
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In this study, we characterized the taxonomic composition
and functional gene complexity of microbial mats across a
13 km transect along the eastern foreshore of Lake Clifton.
We compared microbial mats associated with thrombolites to
those mats forming on sandy lakebed sediments to determine
whether differences in the mat microbiomes, particularly with
respect to metabolic pathways and environmental interactions,
may potentially contribute to thrombolite formation. Stable
isotope biosignatures were used to delineate the dominant
metabolism(s) associated with calcium carbonate precipitation in
the thrombolite build-ups. This work provides new information
regarding the current composition of microbial mat communities
in Lake Clifton and serves as a baseline for future work
examining the effect of the continued salinity increase in
the lake. Additionally, by targeting a lacustrine site that has
experienced distinctive environmental shifts over the past few
decades, these results expand our understanding of the modern
microbialite microbiome and help delineate those core pathways
and metabolisms essential for microbialite formation.
MATERIALS AND METHODS
Sample Collection
A survey was conducted in February 2014 to identify the
predominant microbial mat communities present in Lake Clifton.
For clarity, we define thrombolite-associated mats as microbial
mats growing on lithified thrombolite structures and sediment-
associated mats as microbial mats growing on sandy non-
microbialite forming lakebed sediments. This survey spanned
∼13 and ∼2 km along the eastern and western shorelines,
respectively, extending southward from the northern most
portion of the lake. A total of six microbial mat samples
were collected from four research sites chosen based on survey
results (Figure 1). Samples were collected in triplicate using
a Harris 8.0 mm Uni-Core sampler (Ted Pella, Inc., Redding,
CA, USA) and immediately immersed and stored in RNAlater
until processing (Life Technologies, Inc., Grand Island, NY,
USA). Of the six total mat samples, three were obtained from
thrombolite-associated mats and three were obtained from
sediment-associated mats. The mat samples were collected in
February 2014 under license number SF009605 from the Western
Australia Department of Parks and Wildlife. The pH and specific
conductance of lake water at each research site was measured
using an Ultrameter II (Myron L Company, Carlsbad, CA,
USA) calibrated to 4, 7, and 10 pH buffer standards and high
conductivity NaCl standards (58670 and 111900 µS/cm).
DNA Extraction and Sequencing
Genomic DNA was extracted from microbial mat samples using
a modified xanthogenate bead beating method as described
previously (Foster et al., 2009; Khodadad and Foster, 2012). Each
sampling replicate was homogenized and underwent multiple
extractions (between 2 and 5 extractions per replicate) to
accumulate enough high quality DNA for sequencing. The
recovered DNA was then pooled into a single sample representing
each mat type. DNA was sequenced on an Illumina HiSeq2000
FIGURE 1 | Map of study area and photographs of sampling sites.
Thrombolite-associated mats were observed and sampled from Sites 1 and 2.
Sediment-associated mats were observed throughout the lake and sampled
from Sites 2, 3, and 4. Aerial image from Google Earth using satellite data
collected on February 12, 2014.
(100-bp non-overlapping, paired-end reads) platform at MR
DNA (Shallowater, TX, USA). All sequences have been deposited
in the NCBI sequencing read archive (SRP072185) under project
number PRJNA315989.
Taxonomic and Functional Annotation of
Metagenomes
Metagenomic sequences were quality filtered and trimmed using
sickle version 1.33 (Joshi and Fass, 2011) following default
usage for paired-end reads. Trimmed unassembled reads were
annotated using Metagenome Composition Vector (MetaCV)
version 0.230 (Liu et al., 2013) with default parameters and
a reference database of 2,059 genomes and 6,553,878 genes
provided by MetaCV. MetaCV classifies reads into taxonomic
and functional groups using a composition and phylogeny-
based approach. Additionally, MetaCV is alignment-based
and an assembly based approach was not used because of
several limitations when analyzing microbial communities of
complex systems. These include but are not limited to: poor
quality assembly for less represented species, masking of actual
taxonomic depth, and chimeric assembly events especially for
closely related species (Liu et al., 2013; Howe and Chain, 2015;
Casaburi et al., 2016). Correlation scores were determined for
each read according to the confidence of the classification by
MetaCV. Reads having a correlation score of less than 20 were
discarded following the recommendation of MetaCV developers
(Liu et al., 2013) for 100 bp read lengths and following cutoff
values used in similar studies (Deusch et al., 2014). MetaCV
generates summaries of taxonomic classifications to the deepest
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reachable rank and multiple functional classifications, including
KEGG, COG, and eggNOG databases (Kanehisa and Goto, 2000;
Tatusov et al., 2003; Muller et al., 2010). This analysis focused
on KEGG orthology classifications. Taxonomic data were plotted
using Krona (Ondov et al., 2011) and for visualization purposes
only the most abundant taxa (>0.5%) are shown.
Visualization and Statistical Analyses
Exploratory and differential abundance analyses were performed
in R 3.2.2 and MEGAN 5.10.5 (Huson et al., 2011). Microbial
diversity analyses were performed using raw counts normalized
by a sequencing depth of 221,168 sequences/sample. Rarefaction
curves were computed using the number of observed species
while Bray–Curtis distances were plotted as principal coordinate
analysis (PCoA) in MEGAN. Agglomerative clustering analyses
were performed with Bray–Curtis distances as input and the
UPGMA clustering method specified (Bray and Curtis, 1957).
The statistical significance of diversity analyses was assessed by
PERMANOVA using the adonis function in the vegan R package
(Oksanen et al., 2011). Statistically significant differences in
non-normalized taxonomic and functional classifications among
thrombolite- and sediment-associated microbial mats were
identified using negative binomial Wald tests as implemented
in DESeq2 (Love et al., 2014). Raw p-values were corrected for
multiple testing using the Benjamini–Hochberg adjustment and
adjusted p-values< 0.05 were considered to indicate differentially
abundant classifications between thrombolite- and sediment-
associated microbial mats.
Stable Isotope Measurements
Vertical core samples were collected from two thrombolites
using a serrated 4 cm diameter stainless steel corer and
used to measure δ13C values of calcium carbonate in the
thrombolites. Thrombolite material was subsampled from each
core in 5 cm intervals from 0 to 40 cm depth. Each sample was
ground into a powder using a mortar and pestle and reacted
with hydrogen peroxide (30%) to remove organic material.
Approximately 400 µg of each subsample were transferred
into septum-capped Labco R© exetainer vials, which were then
capped and flushed with ultra-high purity helium. Phosphoric
acid (103%) was then injected to liberate CO2 and analyzed
using a Thermo Scientific GasBench II coupled to a Thermo
Scientific MAT 253 Stable Isotope Ratio Mass Spectrometer
operating in continuous flow mode (Spötl and Vennenmann,
2003). NBS-18 and NBS-19 calcite standards were analyzed
alongside unknowns. The external reproducibility of an internal
laboratory calcite standard measuring 4.44h was ± 0.01h
(1σ).
Water samples were collected from Lake Clifton and from
private wells located inland of the lake for measurement
of dissolved inorganic carbonate (DIC) δ13C values. The
temperature of water samples was measured during sample
collection. Water samples were filtered to 0.22 µm into serum
bottles without headspace and crimp-sealed with butyl rubber
septum stoppers. In the laboratory, one-milliliter aliquots were
transferred from sample bottles to septum-capped exetainers
previously flushed with He. Phosphoric acid (103%) was added
to drive DIC into the headspace as CO2. This acidification was
allowed to proceed for 12 h at 40◦C after which δ13C values
of headspace CO2 were measured using a Thermo Scientific
GasBench II coupled to a Thermo Scientific MAT 253 Stable
Isotope Ratio Mass Spectrometer operating in continuous flow
mode (Assayag et al., 2006). A sodium bicarbonate internal
laboratory standard that was dissolved in deionized water
was analyzed alongside unknowns. The δ13C value of internal
laboratory standard was calibrated against NBS-18 and NBS-
19 calcite standards and measured −19.44h. The external
reproducibility of replicate analyses of the laboratory standard
was ±0.03h (1σ). Stable carbon isotope data reported in permil
(h) were normalized to the PDB scale by assigning NBS-19 a
δ13C value of 1.95h (Coplen, 1996).
RESULTS AND DISCUSSION
Lake Clifton Site Description and
Overview
Thrombolites have been shown to be located primarily on the
eastern foreshore of Lake Clifton and occur both as isolated
structures (<1.3 m height) and as part of a reef complex that
spans more than 6 km of the shoreline (Figure 1; Moore and
Burne, 1994). To assess the current extent of actively forming
thrombolites, if any, in the lake, a survey was conducted in
February 2014 to identify locations where microbial mats were
found growing in association with thrombolite build-ups. Four
research sites were chosen that represented the end members
of the different mat types and growth characteristics observed
during the survey (Figure 1; Table 1). Lake water pH at the
TABLE 1 | Sample collection metadata.
Sample ID Type Site SC (mS/cm)a pHb Description
LCT14M-09 Thrombolite 1 130.2 7.63 Dark green microbial mat growing on small thrombolites (<20 cm diameter)
LCT14M-12 Thrombolite 2 121.4 7.54 Green EPS-rich mat growing on thrombolites
LCT14M-14 Thrombolite 2 121.4 7.54 Desiccated green EPS-rich mat growing on thrombolites
LCT14M-11 Sediment 2 121.4 7.54 Loosely cohesive microbial mat growing on sediment
LCT14M-22 Sediment 3 124.8 7.54 Loosely cohesive microbial mat growing on sediment
LCT14M-21 Sediment 4 188.2 7.18 Cohesive microbial mat growing on sediment, gray in color
aSpecific conductance (SC) of lake water at sampling site. For comparison, Indian Ocean SC measured 55.82 mS/cm.
bpH of lake water at sampling site.
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different research sites ranged from 7.18 to 7.63 and specific
conductance ranged from 121.4 to 188.2 mS/cm, which results
in an estimated salinity range of 86.3–139.1 g/L according
to conductivity-salinity regression for Australian salt lakes in
Williams (1986).
Thrombolite-associated mats were found only on a ∼2 km
span of the northeastern foreshore, which was located between
and included Sites 1 and 2 (Figure 1). At Site 1, dark green-
pigmented microbial mats were observed on the surfaces of
small (<15 cm diameter) isolated thrombolites (Figure 2A). At
Site 2, located near the maximum extent of the thrombolite
reef complex in Lake Clifton, thick green-pigmented microbial
mats formed on submerged thrombolites (Figure 2B). During
fieldwork, falling lake levels exposed some of these microbial
mats to the atmosphere and the mats quickly became desiccated
(Figure 2B). Thrombolite-associated microbial mats at Sites 1
and 2 were rich in EPSs and bubbles observed emanating from
the mats (Figure 2A, inset) were determined to be oxygen
using a portable dissolved oxygen meter. Thrombolites at Site
3 showed no visual evidence of microbial mat formation but
loosely cohesive mats were observed on sandy lakebed sediments
(Figure 2C). Between Sites 3 and 4 the thrombolite reef complex
gradually disappears, leaving areas of isolated thrombolites
(generally < 30 cm diameter) that were also absent of microbial
mats. Sediment-associated mats at Site 4 were cohesive, gray in
color (Figure 2D), and a strong sulfide smell emanated from
the mat during sampling. Thrombolite-associated mat samples
(n = 3) were collected from Sites 1 and 2 whereas sediment-
associated mat samples (n = 3) were each collected from Sites 2,
FIGURE 2 | Microbial mats in Lake Clifton, Western Australia.
(A) Thrombolite-associated microbial mat with oxygen bubbles (inset box
shows higher magnification) observed emanating from the mat surface. White
arrow denotes lower left corner of inset box. (B) Thrombolite-associated
microbial mat (white arrow) grades upward into a desiccated mat (black arrow)
consistent in appearance with lithified thrombolites. (C) Sediment-associated
microbial mat forming on sandy lakebed sediments. (D) Sediment-associated
microbial mat with a strong sulfide smell observed during sampling. Length of
blue ruler = 16 cm. Arrows are also representative of sampling locations.
3, and 4. The restriction of thrombolite-associated mats to Sites 1
and 2 suggests that thrombolites outside this area were inactive at
the time of sampling.
Taxonomic Composition of Thrombolite-
and Sediment-Associated Mats
Metagenomic libraries were generated in triplicate using whole
genome shotgun sequencing of both Lake Clifton thrombolite-
(Sites 1, 2) and sediment-associated (Sites 2, 3, 4) microbial mats.
The complete dataset of six libraries consisted of 71,376,595
sets of paired-end raw reads of which 2.77% were discarded
during quality filtering. A summary of the reads annotated to
each taxonomic level and KEGG ortholog group is provided
in Supplementary Table S1 and estimated species richness is
depicted as rarefaction curves in Supplementary Figure S1.
A total of 33 phyla, 54 classes, and 117 orders were recovered
from the metagenomes of the Lake Clifton microbial mats and
results indicated they were predominantly bacterial (>97.5%)
with a relatively minor proportion of Archaea (<2.5%). This
result is consistent with other studies in which low diversity
and relative abundance of Archaea (1.4%) was observed in both
Lake Clifton (Gleeson et al., 2015) and Bahamian thrombolite-
forming mats (Mobberley et al., 2013, 2015). This result, however,
contrasts with weakly lithifying microbial mats from Shark Bay,
Western Australia, which contained a relatively large proportion
of predominantly halophilic Archaea (Ruvindy et al., 2016).
The metagenomes of the thrombolite- and sediment-
associated mats in Lake Clifton were diverse and exhibited
several shared taxa, as depicted in Figure 3. Please note
the values reported here reflect the percentages of the total
community. Of the 33 phyla recovered from the Lake Clifton
mats there were five that dominated, including: Proteobacteria
(49.2–62.2%); Cyanobacteria (4.2–23.1%); Bacteroidetes (9.2–
15.8%); and Actinobacteria (4.3–9.8%). The prevalence and
relative abundances of these phyla in the Lake Clifton microbial
mats are consistent with many lithifying and non-lithifying
mat systems including hypersaline environments of Shark Bay
(Ruvindy et al., 2016; Suosaari et al., 2016), marine waters of
Exuma Sound, The Bahamas (Myshrall et al., 2010; Khodadad
and Foster, 2012; Mobberley et al., 2013; Casaburi et al., 2016) and
freshwater systems in Mexico (Breitbart et al., 2009; Couradeau
et al., 2011; Nitti et al., 2012; Saghaï et al., 2015). Within
the Proteobacteria, the Alphaproteobacteria (34.7–43.5%) were
the most dominant class, whereas Gammaproteobacteria (11.0–
14.5%), Deltaproteobacteria (5.2–10.5%), and Betaproteobacteria
(4.0–7.2%) were also were represented in the mats. The
most abundant Alphaproteobacteria were Rhodobacterales (8.8–
23.7%), Rhizobiales (5.6–12.0%), and Rhodospirillales (2.6–6.2%)
and were found in both the thrombolite- and sediment associated
microbialites (Figure 2). These alphaproteobacterial orders are
common to most lithifying and non-lithifying microbial mats
(Kunin et al., 2008; Foster and Green, 2011; Khodadad and
Foster, 2012; White et al., 2015; Casaburi et al., 2016; White et al.,
2016). A complete summary of the taxonomic annotations is
listed in Supplementary Table S2.
Of the five dominant phyla Cyanobacteria were most
enriched in thrombolite-associated mats (9.5–23.1%) compared
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FIGURE 3 | Taxonomic composition of thrombolite- and
sediment-associated mat samples. Krona plot visualizing taxonomic
hierarchies of the average community composition of (A) thrombolite- and (B)
sediment-associated microbial mats. Only taxa with relative abundances
greater than 0.5% are reported. Taxa are plotted on the same color scale in
(A,B).
to the sediment-associated mats (4.6–4.7%). The difference
in cyanobacterial abundance was attributed to an increase
in recovered reads associated with the orders Chroococcales
(7.6–17.3% thrombolitic mats; 2.9–3.5% sedimentary mats)
and Nostocales (1.2–3.9% thrombolitic mats; 0.69–0.74%
sedimentary mats). These differences in cyanobacterial
abundance were also observed at the species-level, as determined
by the DESeq2 statistical package in R (Love et al., 2014).
Although, the DESeq2 package was originally developed for
testing differential gene expression across sample groups its
statistical framework it is now being applied to metagenomic
data (McMurdie and Holmes, 2014; Rodriguez-R et al., 2015).
Analysis of the Lake Clifton metagenomes revealed a total
of 1219 taxa annotated to the species-level. Of these species,
229 were statistically different between the thrombolite-
and sediment-associated mats (Wald test, p-value ≤ 0.05;
Supplementary Table S3). Due to the high number of statistically
significant results a more stringent set of criteria were used to
identify the most prominent differences between thrombolite-
and sediment-associated microbial mat communities: (1) the
absolute log2-fold change was greater than 1 (twofold difference
in abundance) and (2) the average abundance (baseMean) was
>2000. Filtering by these criteria resulted in 39 statistically
significant species that were distinct between the two mat
types (Figure 4). A positive log2-fold change indicates taxa
significantly enriched (Wald test, p < 0.05) in thrombolite-
associated mats, whereas a negative log2-fold change indicates
taxa significantly enriched in sediment-associated mats. Of
the species enriched in the thrombolite-associated mats
most (n = 16) were cyanobacterial, belonging to the orders
Chroococcales, Nostocales, Gloeobacteriales, and Oscillatoriales
(Wald test, p-value < 0.05). All species showing statistically
significant differences between the two mat types are listed
in Supplementary Table S3. These results are consistent with
the microbiomes of several other lithifying mat systems,
FIGURE 4 | Selected enriched taxa in thrombolite- and
sediment-associated microbial mats. A positive log2-fold change
indicates taxa significantly enriched (Wald test, p < 0.05) in
thrombolite-associated mats, whereas a negative log2-fold change indicates
taxa significantly enriched in sediment-associated mats. Colors indicate the
phylum or class of each data point and lines represent standard error.
Frontiers in Microbiology | www.frontiersin.org 6 July 2016 | Volume 7 | Article 1064
fmicb-07-01064 July 4, 2016 Time: 12:39 # 7
Warden et al. Living Thrombolites of Lake Clifton
as both Chroococcales and Nostocales orders are enriched
in a wide range of habitats including Shark Bay (Suosaari
et al., 2016), Exuma Sound, The Bahamas (Stolz et al.,
2009; Khodadad and Foster, 2012; Mobberley et al., 2013;
Casaburi et al., 2016) and the fresh water microbialites of
Cuatros Ciénegas, Mexico (Breitbart et al., 2009). Although
numerous Nostocales were recovered from the thrombolite-
associated mats, no Scytonema-like species were recovered as
previously reported by Moore (1987). These findings could
be the result of increased salinity, as several hypersaline
lithifying mat systems are rich in coccoid cyanobacteria (e.g.,
Suosaari et al., 2016). Concurrently, it may reflect the under-
representation of cyanobacterial genomes in the MetaCV
reference database and indicates the need to expand current
sequencing efforts of cyanobacterial species (e.g., Saw et al.,
2013).
In contrast, the non-lithifying sediment-associated mats
were highly enriched in Bacteroidetes (13.0–15.8%) and
Deltaproteobacteria (6.6–10.5%) when compared to the
thrombolite-associated mats (9.2–9.8%; 5.2–6.6%, respectively).
Of the Bacteroidetes, there was a higher representation
of Flavobacteriales (4.1–9.0%) compared to thrombolite-
associated mats (2.3–2.7%), specifically an enrichment of
two species from the genus Cellulophaga and Muricauda
ruestringensis, known to be associated with marine sediments
(Bruns et al., 2001; Pati et al., 2011; Supplementary Table S3).
Additionally, Sphingobacteriales (2.8–3.4%) were enriched
in the sediment-forming mats compared to those associated
with thrombolites (1.2–2.7%). High levels of Bacteroidetes
have been observed in a wide range of habitats, such as
hypersaline, marine and freshwater microbial mats (e.g.,
Wong et al., 2015; Casaburi et al., 2016; White et al., 2016)
soils (e.g., Lauber et al., 2009), and the gastrointestinal
tract of animals (Ley et al., 2006; Thomas et al., 2011).
Members of this phylum are known for their ability to
uptake and degrade a wide range of high molecular weight
biopolymers (Kirchman, 2002; Church, 2008). Within the
microbial mats these taxa may be playing a key role in the
mineralization of high molecular weight organic matter into
forms then accessible by other members of the microbial mat
community.
Interestingly, sediment-associated microbial mats were also
differentially enriched in Deltaproteobacteria, specifically the
order Desulfobacterales (1.2–4.8%) compared to thrombolite-
associated mats (0.4–0.9%). DESeq2 analyses revealed
several enriched sulfate-reducing bacteria including taxa
with high sequence similarity to Desulfobulbus propionicus,
Desulfotalea psychrophila, Desulfatibacillum alkenivorans,
Desulfococcus oleovorans, and Desulfobacterium autotrophicum
(Supplementary Table S3). Sulfate reducing bacteria are major
contributors to carbon oxidation in both microbial mats and
sediments (Canfield and Des Marais, 1993) and they have
been also implicated as having a major role in biologically
induced carbonate precipitation by driving the alkalinity engine
(i.e., the mineral precipitation potential) toward a higher
saturation index (e.g., Dupraz et al., 2009; Gallagher et al.,
2012).
Functional Capability of Thrombolite-
and Sediment-Associated Microbial Mat
Communities
The metagenomes recovered from the Lake Clifton microbial
mats contained a combined 6792 KEGG functions (KEGG
level 4), which mapped to 306 KEGG level 3 pathways
(Supplementary Table S4). Metabolisms, such as carbohydrate
synthesis, photosynthesis, methane and nitrogen metabolism,
accounted for 46.5–47.9% of assigned reads, whereas genetic
information processing (19.9–20.9%) and environmental
information processing (10.1–11.1%) were the next most
abundant groupings (Supplementary Table S4). Approximately
16% of the total reads were unable to be classified for metabolic
function. Of the 306 level 3 KEGG pathways identified in the
mats, 63 dominant pathways were identified that occurred at
a relative abundance greater than 0.5% and these pathways
never varied more than 0.5% between sample metagenomes
(Supplementary Figure S2).
The taxa associated with highly represented genes within
the microbial mat metagenomes were identified by matching
taxonomic information to KEGG level 4 functions in MetaCV.
A heat map correlating the relative abundance of each
taxon to the specific genes is shown in Figure 5. Within
the recovered metagenomes the largest difference between
the thrombolite- and sediment-associated mats were genes
attributed to photosynthesis, specifically in photosystems
I and II (Figure 5; Supplementary Figure S3). Most of
these recovered photosynthesis genes were assigned to the
order Chroococcales, and to a lesser extent the Nostocales
and Oscillatoriales. Additionally, there was a significant
enrichment of genes associated with photosynthesis antenna
production, phycobilisome and cyanobacterial tetrapyrrole
biosynthesis (chlorophyll, heme, and bilins) in the thrombolite-
associated mats compared to the sediment-associated mats
(Figure 5; Supplementary Table S3). Some photosynthesis-
associated genes were recovered and attributed to phototrophic
Alphaproteobacteria, but these were not significantly different
between the mat types. Photosynthesis has been shown to be a
major driver of biological-induced carbonate precipitation in
lithifying microbial mat systems (Dupraz and Visscher, 2005;
Dupraz et al., 2009) and can directly influence the precipitation
potential of calcium carbonate by increasing pH and shifting
DIC speciation toward carbonate ions (Visscher and Stolz,
2005; Riding, 2011). Recent sequencing of the metagenomes of
several microbialite systems have shown that genes associated
with photosynthesis are enriched in microbial mats from a
diverse range of habitats including freshwater (Breitbart et al.,
2009; White et al., 2016), marine (Khodadad and Foster, 2012;
Mobberley et al., 2013; Saghaï et al., 2015), and hypersaline
(Ruvindy et al., 2016) systems. Together, these many studies
indicate that photosynthesis is a critical metabolism in the
microbiome of modern microbialite-forming mats.
Although photosynthetic uptake of inorganic carbon can
directly influence carbonate precipitation by raising the pH
of the local environment within the mat, the transport of
bicarbonate (HCO3−) into cells during carbon fixation can also
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FIGURE 5 | Bacterial taxa associated with selected metabolic pathways. Heatmap showing the relative contribution of each taxon to the total number of
selected genes for thrombolite- and sediment-associated mats. The most abundant genes belonging to photosynthesis, carbohydrate, methane, and sulfur
metabolisms are shown for the top 20 taxa in either mat types containing the selected genes.
favor carbonate precipitation through export of hydroxyl (OH−)
ions outside the cell, thus increasing pH and generating alkalinity
(e.g., Riding, 2011). In the thrombolite-associated mats there
was a significant increase in the number of represented genes
encoding carbon-concentration mechanism (CCM) proteins
(e.g., ccmK, ccmL, ccmM, ccmO), bicarbonate transporters
(e.g., cmpA, cmpD) and cyanophycin biosynthesis (e.g., cphA,
cphB) compared to the sediment-forming mats (p < 0.001;
Supplementary Table S3). Cyanophycin has long been known to
be an important mechanism for nitrogen storage in cyanobacteria
(Obst and Steinbüchel, 2006), but recent studies of non-
heterocystous cyanobacteria derived from stromatolite-forming
microbial mats of Yellowstone National Park have shown that
cyanophycin plays an important role in carbon storage under low
or variable carbon:oxygen ratios (Liang et al., 2014). Together, the
increased number of genes encoding for CCM mechanisms and
bicarbonate transporters suggest that the thrombolite-associated
mats have the necessary machinery to increase the localized pH in
the mats; thereby promoting favorable conditions for carbonate
precipitation.
Another highly represented metabolic subsystem in both
mat types was carbohydrate synthesis; however, the most
abundant genes associated with this KO grouping were
associated with housekeeping metabolisms, such as the citric
acid cycle, Calvin cycle, and electron transport mechanisms
(Figure 5; Supplementary Table S4). Interestingly, there were
no extensive differences observed in the relative abundance
of genes associated with the synthesis and degradation of
sugars, suggesting that these metabolisms are important in
both the thrombolite- and sediment- associated microbial mat
communities. However, differences did occur in the relative
abundances of the taxa associated with these metabolisms
(Figure 5). In the thrombolite-associated mats the cyanobacterial
order Chroococcales and alphaproteobacterial orders Rhizobiales
and Rhodobacterales had the highest representation of genes
associated with carbohydrate synthesis and degradation, whereas
there was an enrichment of Rhodobacterales in the sediment-
associated mats (Figure 5; Supplementary Tables S3 and S4).
Future studies of the Lake Clifton system would require analysis
of the expression or activity of these genes (e.g., RNA- and
Ribo-seq) to elucidate differences between the two mat types.
A previous study comparing lithifying and non-lithifying mats
showed a propensity of lithifying mats to utilize hexose sugars
(e.g., mannose, galactose) and dicarboxylic acids compared to
non-lithifying mats (Khodadad and Foster, 2012), which may
facilitate the heterotrophic degradation of EPSs in lithifying
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microbial mats and induce carbonate precipitation by releasing
Ca2+ from EPS into solution.
Although, sulfur metabolism was not highly represented in
any of the Lake Clifton mat metagenomes and comprised only
∼0.4% of annotated reads, both mats harbored genes associated
with both sulfur assimilation and dissimilation. However, there
was a significant increase in the representation of dissimilatory
sulfate reduction genes attributed to Deltaproteobacteria,
including genes for, adenylyl-sulfate reductase (aprB) and
dissimilatory sulfite reductase (dsrA) in the sediment-associated
mats (p ≤ 0.001; Figure 5; Supplementary Table S3). The
disproportionate increase in sulfate reducing bacteria and
dissimilatory sulfate reduction in the sediment-associated mats
could be related to slower diffusion of oxygen into the sediment-
associated mats compared to the thrombolite-associated mats.
Alternatively, the difference may reflect the particle size of the
sediments, as nutrient uptake has been shown to be higher in
those environments with smaller particle size (Fukui and Takii,
1996).
Another major category of genes represented within both Lake
Clifton mat types was environmental response and processing
genes, primarily associated with ABC transporters and two-
component signaling systems (Supplementary Figures S4 and S5).
Genes associated with osmotic stress (envZ, ompR) and nutrient
limitation (phosphate, phoR, phoB, phoP; nitrogen, glnL, glnG,
ntrY, ntrX) were highly represented within both mat types,
although there were distinct differences in the taxa associated
with these genes (Supplementary Figure S4). For example, in
the phosphate transport genes there was an enrichment of genes
associated with the cyanobacteria, primarily the Chroococcales,
in the thrombolite-associated mats, whereas in the sediment-
associated mats the phosphate transport genes were primarily
associated with the alphaproteobacterial orders Rhodobacteriales
and Rhizobiales (Supplementary Figure S5). These taxonomic-
based differences may reflect specific responses to N and P
influx into Lake Clifton and may provide insight into how these
environmental factors influence the community composition
(Loza et al., 2014).
Within two-component systems, genes from the OmpR
family associated with high-intensity light and nutrient stress
were significantly enriched in the thrombolite-associated mats
(Supplementary Table S3). For example, the enriched genes
nblS and nblR have been shown to regulate photosynthetic
machinery in response to high-intensity light and nutrient stress
and are critical for cyanobacterial survival under such conditions
(Schwarz and Grossman, 1998; van Waasbergen et al., 2002).
The thrombolite-associated mats also showed an increase in
the relative number of genes associated with ABC transporters
(mntABC) that control Mn2+ uptake into cells. Mn is an
essential component of photosynthetic machinery and when Mn
is limiting, the genes manS and manR play an important role
in Mn2+ homeostasis (Ogawa et al., 2002; Yamaguchi et al.,
2002). Genes associated with Mn2+ homeostasis and uptake
(mntB, mntC) were also enriched in thrombolite-associated mats
(Supplementary Table S3).
In addition to profiling the specific functional pathways, a
beta diversity analysis of the six metagenomes was conducted
using hierarchical clustering and PCoA of Bray–Curtis distance
matrices (Figure 6). The comparisons revealed that the
thrombolite- and sediment-associated mats are distinctive
communities at both the taxonomic (species) and functional
(KEGG 4) level. The PCoA showed a high level of variance
according to both taxonomy (PC1 67.0%; PC2 17.3%) and
function (PC1 51.6%; PC2 23.4%). The type of microbial mat
accounted for 50% of the taxonomic variation (adonis, p= 0.001)
and 67% of functional gene variation (adonis, p = 0.001).
Together, these results suggest that the microbial mats associated
with the thrombolites are significantly different from those mats
growing on the surrounding lake bed sediments.
The variations observed in taxonomic composition and
functional capability may reflect differences in microdistribution
and substrate availability between the two mat types. The
nutrient flux to microbial mats growing in Lake Clifton is
controlled partly by heterogeneities in groundwater flow patterns
beneath thrombolites and sand-sized sediments adjacent to the
thrombolites. Hydrologic observations made at Site 2, conducted
concurrently with microbial sampling reported in this study,
showed that groundwater springs emerge directly through
thrombolites (Warden, 2016). Spring water upwelling through
the thrombolites was of much lower salinity compared to adjacent
sediments at similar elevations and the large groundwater flow
rate through the springs resulted in phosphorus fluxes several
orders of magnitude higher in the thrombolites than sediments
next to the thrombolites (Warden, 2016). The differences in the
salinity of the local microbial mat environments could be driving
differences in the taxonomic distribution, as similar trends have
been seen in stromatolite ecosystems (Casaburi et al., 2016;
Suosaari et al., 2016).
Correlating Metabolic Activity to
Biologically Induced CaCO3 Precipitation
Resolving the relative contributions of photoautotrophic and
heterotrophic metabolisms to calcium carbonate precipitation
in modern microbialites is critical to understanding their
formation and interpreting ancient microbialites. Biosignatures
can impart a record of the metabolic processes that induce
carbonate precipitation in microbialites and are often recorded
by the stable carbon isotope composition of the precipitated
calcium carbonate (Burne and Moore, 1987; Léveillé et al.,
2007; Breitbart et al., 2009; Planavsky et al., 2009; Brady
et al., 2010; Nitti et al., 2012). These biosignatures occur
when metabolic activity influences the stable carbon isotope
composition of the local DIC reservoir from which carbonate
precipitates, resulting in measured carbonate δ13C values that
deviate from theoretical equilibrium values. Photoautrophs
preferentially use 12C; leaving the local DIC reservoir and
precipitated carbonate enriched in 13C compared to theoretical
values in equilibrium with bulk DIC δ13C measurements (e.g.,
Burne and Moore, 1987; Brady et al., 2010). Heterotrophic
breakdown of organic matter adds 12C to the local DIC reservoir,
leaving the local DIC reservoir and precipitated carbonate
depleted in 13C compared to equilibrium with bulk DIC
δ13C measurements (e.g., Andres et al., 2006; Breitbart et al.,
2009).
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FIGURE 6 | Beta diversity analyses of species level taxonomic data and level 4 KEGG functional data. Hierarchical clustering of Bray–Curtis distance
matrices suggest that samples cluster according to mat type based on taxonomic (A) and functional content (C). Principal coordinate analysis (PCoA) plotting
Bray–Curtis distance matrices calculated from taxonomic (B) and functional content (D) also suggest clustering of samples according to mat type. PERMANOVA
(adonis) indicates that grouping of samples according to mat type accounts for 50% (B, p = 0.001) of the variation in Bray–Curtis distances based on species level
taxonomic data and 67% (C, p = 0.001) of variation based on level 4 KEGG functions.
To assess potential metabolic influences on carbonate
precipitation in Lake Clifton, the carbon isotope composition
of thrombolite calcium carbonate (aragonite) samples was
measured and compared to theoretical values in equilibrium
with the HCO3− in the lake water. Theoretical δ13CCaCO3
values for aragonite precipitating in equilibrium with HCO3−
were calculated using the aragonite-HCO3− fractionation factor
reported by Romanek et al. (1992). Values of δ13CHCO3− were
calculated from measured δ13CDIC values by speciating DIC
according to temperature and pH and then applying mass balance
constraints assuming carbon isotope equilibrium among DIC
species (Deines et al., 1974; Mook et al., 1974). Equilibrium
fractionation (over the temperature range 10–40◦C) results in
aragonite δ13C values that are on average 2.7h higher than
bicarbonate δ13C values (Romanek et al., 1992). Therefore,
we used the maximum calculated δ13CHCO3− value in our
dataset to estimate the maximum possible equilibrium δ13CCaCO3
value. The δ13CDIC values of lake water and groundwater
samples ranged from −4.30 to 1.55h and −13.35 to −7.97h,
respectively. The highest δ13CHCO3− value was calculated from
the maximum measured δ13CDIC value of 1.55h and resulted in
a maximum theoretical equilibrium δ13CCaCO3 value of 5.49h.
The lowest δ13CCaCO3 value measured in thrombolite core
samples was 9.02h (range 9.02–12.31h, 1σ = 0.99h, n = 18).
Observed carbonate δ13C values are therefore 3.5–6.8h higher
than the maximum theoretical equilibrium δ13CrmCaCO3 value
(Figure 7). Groundwater and carbonate δ13C values reported
in this study are consistent with previously reported Lake
Clifton values ranging from −11.7 to −11.8h (groundwater)
and 4.57 to 10.56h (CaCO3), whereas the lake water δ13C
values observed in this study are elevated compared to previous
measurements of −7.0 and −7.3h (Moore, 1993; Moore
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FIGURE 7 | Photosynthetic biosignatures in thrombolitic mats and thrombolite cores. Observed carbonate δ13CCaCO3 values (blue box) are higher than the
maximum theoretical equilibrium δ13CCaCO3 value (red box). The maximum theoretical equilibrium δ13CCaCO3 value was calculated from the highest observed
δ13CDIC value (yellow box) measured among groundwater and lake water samples.
and Burne, 1994). The elevated lake δ13C values may reflect
differences in sampling regimes (i.e., seasonal timing, location)
and/or changing hydrological conditions related to the salinity
increase, specifically with regard to the source and quantity of
groundwater input to Lake Clifton (Warden, 2016).
Measured δ13CCaCO3 values from Lake Clifton thrombolite
cores are markedly higher than theoretical equilibrium
δ13CCaCO3 values, which suggest a photosynthetic influence
on calcium carbonate precipitation. Preferential uptake of 12C
by photosynthetic microorganisms may leave the local DIC
reservoir enriched in 13C if the rate of DIC supply to the local
reservoir is exceeded by the rate of photosynthetic uptake.
Carbonate precipitated within this microenvironment (i.e.,
the microbial mats) would therefore be enriched compared to
bulk δ13CDIC measurements from the lake or groundwater.
Our results are consistent with previous isotope-based
interpretations of photosynthetic biosignatures in Lake
Clifton thrombolites (Moore and Burne, 1994) but expand
on this work by comparing measured results to theoretical
equilibrium values and accounting for DIC speciation during
data analysis. Photosynthetic activity has also been inferred
as the explanation for δ13CCaCO3 values elevated by 4–5h in
freshwater microbialites from Kelly Lake (Ferris et al., 1997) and
by 1–4h in freshwater microbialites from Pavilion Lake (Brady
et al., 2010) compared to bulk δ13CDIC values.
Current status of Lake Clifton
Thrombolites
Total dissolved solids in Lake Clifton measured 15–32 g/L
before a progressive increase in salinity, which began in the
mid to late 1990s and may be due to decreases in rainfall and
increases in evaporation (Moore, 1987; Rosen et al., 1996; Knott
et al., 2003; Smith et al., 2010). The first studies describing
the thrombolites were conducted prior to the salinity increase
and the documentation of microbialites forming in a hyposaline
environment was a significant advance in understanding the
broad range of environments in which microbialites can form
(Moore et al., 1984; Moore, 1987, 1991; Moore and Burne, 1994).
However, recent TDS concentrations in the northern lake basin
range from 59 g/L during the winter (2012), when the lake is
more dilute, up to 92 g/L during the summer (2014), when
evaporative concentration occurs (Warden et al., 2013; Warden,
2016). The extensive and rapid geochemical changes observed in
Lake Clifton and apparent reduction in present-day thrombolite
growth suggests this ecosystem is under threat of survival, and
is therefore of crucial importance to monitor and determine
how lithifying microbial ecosystems respond to anthropogenic
perturbations in the environment. Although microbialites have
had a long fossil record and have adapted to a wide range
of environmental conditions (Grotzinger and Knoll, 1999), the
Lake Clifton thrombolites provide a unique habitat to examine
how microbialite ecosystems respond to rapid climate change
events and may provide key insight into the long-term impact
of eutrophication and environmental change on microbialite-
forming microbial communities.
Despite these dramatic changes, enrichments for genes
associated with photosynthesis, CCM, and bicarbonate transport
in mats coupled with stable isotopic data associated with the
thrombolites suggest that contemporary thrombolite-associated
mat communities can control microenvironmental conditions
to induce carbonate precipitation, which supports previous
studies showing cyanobacteria to be key drivers of calcification
in Lake Clifton microbialites (Moore, 1987, 1991). Although,
earlier work using microscopic analyses suggested filamentous
cyanobacteria (e.g., Scytonema sp.) to dominate these systems
(Moore and Burne, 1994) our results suggest there has been a
dramatic shift in the cyanobacterial population toward coccoid,
non-heterocystous forming taxa primarily from the order
Chroococcales. The dominance of coccoid cyanobacteria are
observed in microbialites of other hypersaline environments such
as Hamelin Pool in Shark Bay, Western Australia (Suosaari
et al., 2016) and in marine systems, such as Little Darby Island,
The Bahamas (Casaburi et al., 2016). However, it should be
acknowledged that the currently available reference genomes are
skewed toward model organisms such as coccoid Cyanothece
spp., Synechococcus spp., and Prochlorococcus spp. as well as
heterocystous-forming Nostoc spp. and Anabaena spp., and
this
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shift in taxa may partially reflect the lack of diversity in sequenced
cyanobacterial genomes.
Although our results suggest extensive taxonomic shifts in
the thrombolite-associated mats when compared to prior studies,
recent microbiome studies of microbialite ecosystems targeting
other environmental systems have shown that taxonomic
composition is not as critical to inducing carbonate precipitation
as the overall metabolic capabilities of the system (Zhang
et al., 2015; Casaburi et al., 2016). Additionally, the presence
of genes associated with osmotic stress in both thrombolite-
and sediment-associated mats suggest that the Lake Clifton
microbial community is adapting to the higher salinity observed
in the lake. These differences could also reflect the seasonal
variations in water levels as lithifying mat systems have been
shown to rapidly shift in microbial composition due to changes
in salinity and nutrient levels (Dupraz et al., 2013). As Lake
Clifton represents one of few known thrombolite-forming
ecosystems, it is imperative to continue monitoring this at-
risk environment. Observations in February and March 2014
suggest that thrombolite-associated microbial mats are primarily
limited to the northeastern foreshore of Lake Clifton and
that thrombolites outside of this area are mostly inactive.
Future work comparing active and inactive areas will be
critical to more fully elucidate the environmental constraints
on mat growth and thrombolite accretion in this threatened
ecosystem.
AUTHOR CONTRIBUTIONS
JW led field activities including the sample collection, conducted
the experiments for the project, analyzed data, and wrote the
initial draft of the manuscript. GC assisted in the development
of the analysis pipeline for the molecular data. DB assisted
with fieldwork and with stable isotope data analysis, PB assisted
with fieldwork and geochemical interpretation, and CO assisted
with fieldwork and interpretation of molecular data related to
microbial activity. JF assisted in molecular data analysis. All
authors assisted in the writing and editing of the manuscript.
FUNDING
This research was supported in part by a NASA Planetary
Biology Internship, the Mineralogical Society of America Grant
for Student Research in Mineralogy and Petrology, and by
University of Texas at Austin Geology Foundation grants to JW.
This work was also supported in part by the NASA Exobiology
and Evolutionary Biology program element (NNX12AD64G)
awarded to JF.
ACKNOWLEDGMENTS
The authors would like to thank the Western Australia
Department of Parks and Wildlife and the Park Rangers of
Yalgorup National Park for access to the field site. We thank
Christina Khodadad, Jennifer Mobberley, and Artemis Louyakis
for technical assistance on the project.
SUPPLEMENTARY MATERIAL




Andres, M., Sumner, D., Reid, R. P., and Swart, P. K. (2006). Isotopic fingerprints
of microbial respiration in aragonite from Bahamian stromatolites. Geology 34,
973–976. doi: 10.1130/G22859A.1
Arp, G., Hofmann, J., and Reitner, J. (1998). Microbial fabric formation in spring
mounds (“microbialites”) of alkaline salt lakes in the Badain Jaran sand sea, PR
China. Palaios 13, 581–592. doi: 10.2307/3515349
Assayag, N., Rivé, K., Ader, M., Jézéquel, D., and Agrinier, P. (2006). Improved
method for isotopic and quantitative analysis of dissolved inorganic carbon
in natural water systems. Rapid Commun. Mass Spectrom. 20, 2243–2251. doi:
10.1002/rcm.2585
Brady, A. L., Slater, G. F., Omelon, C. R., Southam, G., Druschel, G., Andersen,
D. T., et al. (2010). Photosynthetic isotope biosingatures in laminated
micro-stromatolitic and non-laminated nodules associated with modern,
freshwater microbialites in Pavilion Lake, B.C. Chem. Geol. 272, 56–67. doi:
10.1016/j.chemgeo.2010.03.016
Bray, J. R., and Curtis, J. T. (1957). An ordination of the upland forest communities
of southern Wisconsin. Ecol. Monogr. 27, 326–349. doi: 10.2307/1942268
Breitbart, M., Hoare, A., Nitti, A., Siefert, J., Haynes, M., Dinsdale, E., et al. (2009).
Metagenomic and stable isotopic analyses of modern freshwater microbialites
in Cuatro Ciénegas, Mexico. Environ. Microbiol. 11, 16–34. doi: 10.1111/j.1462-
2920.2008.01725.x
Bruns, A., Rohde, M., and Berthe-Corti, L. (2001). Muricauda ruestringensis gen.
nov., sp. nov., a facultatively anaerobic, appendaged bacterium from German
North Sea intertidal sediment. Int. J. Syst. Evol. Microbiol. 51, 1997–2006. doi:
10.1099/00207713-51-6-1997
Burne, R. V., and Moore, L. S. (1987). Microbialites: organosedimentary deposits
of benthic microbial communities. Palaios 2, 241–254. doi: 10.2307/3514674
Canfield, D. E., and Des Marais, D. J. (1993). Biogeochemical cycles of carbon,
sulfur, and free oxygen in a microbial mat. Geochim. Cosmochim. Acta 57,
3971–3984. doi: 10.1016/0016-7037(93)90347-Y
Casaburi, G., Duscher, A. A., Reid, R. P., and Foster, J. S. (2016). Characterization
of the stromatolite microbiome from Little Darby Island, The Bahamas using
predictive and whole shotgun metagenomic analysis. Environ. Microbiol. 18,
1452–1469. doi: 10.1111/1462-2920.13094
Church, M. J. (2008). “Resource control of bacterial dynamics in the sea,” in
Microbial Ecology of the Oceans, eds D. L. Kirchman and M. J. Church
(Hoboken, NJ: Wiley), 335–382.
Coplen, T. B. (1996). New guidelines for reporting stable hydrogen, carbon, and
oxygen isotope ratio data. Geochim. Cosmochim. Acta 60, 3359–3360. doi:
10.1016/0016-7037(96)00263-3
Couradeau, E., Benzerara, K., Moreira, D., Gerard, E., Kazmierczak, J., Tavera, R.,
et al. (2011). Prokaryotic and eukaryotic community structure in field and
cultured microbialites from the alkaline Lake Alchichica (Mexico). PLoS ONE
6:e28767. doi: 10.1371/journal.pone.0028767
Deines, P., Langmuir, D., and Harmon, R. S. (1974). Stable isotope ratios
an the existance of a gas phase in the evolution of carbonate ground
waters. Geochim. Cosmochim. Acta 38, 1147–1164. doi: 10.1016/0016-7037(74)
90010-6
Deusch, O., O’Flynn, C., Colyer, A., Morris, P., Allaway, D., Jones, P. G., et al.
(2014). Deep Illumina-based shotgun sequencing reveals dietary effects on the
structure and function of the fecal microbiome of growing kittens. PLoS ONE
9:e101021. doi: 10.1371/journal.pone.0101021
Frontiers in Microbiology | www.frontiersin.org 12 July 2016 | Volume 7 | Article 1064
fmicb-07-01064 July 4, 2016 Time: 12:39 # 13
Warden et al. Living Thrombolites of Lake Clifton
Dravis, J. D. (1983). Hardened subtidal stromatolites, Bahamas. Science 219, 385–
386. doi: 10.1126/science.219.4583.385
Dupraz, C., Fowler, A., Tobias, C., and Visscher, P. T. (2013). Stromatolitic knobs
in Storr’s Lake (San Salvador. Bahamas): a model system for formation and
alteration of laminae. Geobiology 11, 527–548. doi: 10.1111/gbi.12063
Dupraz, C., Reid, R. P., Braissant, O., Decho, A. W., Norman, R. S., and Visscher,
P. T. (2009). Processes of carbonate precipitation in modern microbial mats.
Earth Sci. Rev. 96, 141–162. doi: 10.1016/j.earscirev.2008.10.005
Dupraz, C., and Visscher, P. T. (2005). Microbial lithification in marine
stromatolites and hypersaline mats. Trends Microbiol. 13, 429–438. doi:
10.1016/j.tim.2005.07.008
Ferris, F. G., Thompson, J. B., and Beveridge, T. J. (1997). Modern freshwater
microbialites from Kelly Lake, British Columbia, Canada. Palaios 12, 213–219.
Foster, J. S., and Green, S. J. (2011). “Microbial diversity in modern stromatolites,”
in Cellular Origin, Life in Extreme Habitats and Astrobiology: Interactions with
Sediments, eds J. Seckbach and V. Tewari (Heidelberg: Springer Science and
Business Media), 385–405.
Foster, J. S., Green, S. J., Ahrendt, S. R., Hetherington, K. L., Golubic, S., Reid, R. P.,
et al. (2009). Molecular and morphological characterization of cyanobacterial
diversity in the marine stromatolites of Highborne Cay, Bahamas. ISME J. 3,
573–587. doi: 10.1038/ismej.2008.129
Fukui, M., and Takii, S. (1996). Microdistribution of sulfate-reducing bacteria in
sediments of a hypertrophic lake and their response to the addition of organic
matter. Ecol. Res. 11, 257–267. doi: 10.1007/BF02347783
Gallagher, K. L., Kading, T. J., Braissant, O., Dupraz, C., and Visscher, P. T.
(2012). Inside the alkalinity engine: the role of electron donors in the
organomineralization potential of sulfate-reducing bacteria. Geobiology 10,
518–530. doi: 10.1111/j.1472-4669.2012.00342.x
Gleeson, D. B., Wacey, D., Waite, I., O’Donnell, G. A., and Kilburn, M. R. (2015).
Biodiversity of living, non-marine, thrombolites of Lake Clifton, Western
Australia. Geomicrobiol. J. doi: 10.1080/01490451.2015.1118168
Glunk, C., Dupraz, C., Braissant, O., Gallagher, K. L., Verrecchia, E. P., and
Visscher, P. T. (2011). Microbially mediated carbonate precipitation in a
hypersaline lake, Big Pond (Elutera, Bahamas). Sedimentology 58, 720–738. doi:
10.1111/j.1365-3091.2010.01180.x
Grotzinger, J. P., and Knoll, A. H. (1999). Stromatolites in precambrian carbonates:
evolutionary mileposts or environmental dipsticks? Annu. Rev. Earth Planet.
Sci. 27, 313–358. doi: 10.1146/annurev.earth.27.1.313
Howe, A., and Chain, P. S. (2015). Challenges and opportunities in understanding
microbial communities with metagenome assembly (accompanied by
IPython Notebook tutorial). Front. Microbiol. 6:678. doi: 10.3389/fmicb.2015.
00678
Huson, D. H., Mitra, S., Ruscheweyh, H. J., Weber, N., and Schuster, S. C. (2011).
Integrative analysis of environmental sequences using MEGAN4. Genome Res.
21, 1552–1560. doi: 10.1101/gr.120618.111
Joshi, N., and Fass, J. (2011). Sickle: a Sliding-Window, Adaptive, Quality-Based
Trimming Tool for FastQ Files (Version 1.33). Available at: https://github.com
/najoshi/sickle
Kanehisa, M., and Goto, S. (2000). KEGG: kyoto encyclopedia of genes and
genomes. Nucleic Acids Res. 28, 27–30. doi: 10.1093/nar/28.1.27
Kennard, J. M., and James, N. P. (1986). Thrombolites and stromatolites: two
distinct types of microbial structures. Palaios 1, 492–503. doi: 10.2307/3514631
Khodadad, C. L., and Foster, J. S. (2012). Metagenomic and metabolic profiling of
nonlithifying and lithifying stromatolitic mats of Highborne Cay, The Bahamas.
PLoS ONE 7:e38229. doi: 10.1371/journal.pone.0038229
Kirchman, D. L. (2002). The ecology of Cytophaga-Flavobacteria in aquatic
environments. FEMS Microbiol. Ecol. 39, 91–100. doi: 10.1111/j.1574-
6941.2002.tb00910.x
Knott, B., Bruce, L., Lane, J., Konishi, Y., and Burke, C. (2003). Is the salinity of Lake
Clifton (Yalgorup National Park) increasing? J. R. Soc. West. Aust. 86, 119–122.
Kunin, V., Raes, J., Harris, J. K., Spear, J. R., Walker, J. J., Ivanova, N., et al. (2008).
Millimeter-scale genetic gradients and community-level molecular convergence
in a hypersaline microbial mat. Mol. Syst. Biol. 4, 198. doi: 10.1038/msb.
2008.35
Lauber, C. L., Hamady, M., Knight, R., and Fierer, N. (2009). Pyrosequencing-
based assessment of soil pH as a predictor of soil bacterial community
structure at the continental scale. Appl. Environ. Microbiol. 75, 5111–5120. doi:
10.1128/AEM.00335-09
Laval, B., Cady, S. L., Pollack, J. C., McKay, C. P., Bird, J. S., Grotzinger, J. P.,
et al. (2000). Modern freshwater microbialite analogues for ancient dendritic
reef structures. Nature 407, 626–629. doi: 10.1038/35036579
Léveillé, R. L., Longstaffe, F. J., and Fyfe, W. S. (2007). An isotopic and geochemical
study of carbonate-clay mineralization in basaltic caves: abiotic versus microbial
processes. Geobiology 5, 235–249. doi: 10.1111/j.1472-4669.2007.00109.x
Ley, R. E., Harris, J. K., Wilcox, J., Spear, J. R., Miller, S. R., Bebout, B. M.,
et al. (2006). Unexpected diversity and complexity of the Guerrero Negro
hypersaline microbial mat. Appl. Environ. Microbiol. 72, 3685–3695. doi:
10.1128/AEM.72.5.3685-3695.2006
Liang, B., Wu, T. D., Sun, H. J., Vali, H., Guerquin-Kern, J. L., Wang, C. H., et al.
(2014). Cyanophycin mediates the accumulation and storage of fixed carbon in
non-heterocystous filamentous cyanobacteria from coniform mats. PLoS ONE
9:e88142. doi: 10.1371/journal.pone.0088142
Liu, J., Wang, H., Yang, H., Zhang, Y., Wang, J., Zhao, F., et al. (2013).
Composition-based classification of short metagenomic sequences elucidates
the landscapes of taxonomic and functional enrichment of microorganisms.
Nucleic Acids Res. 41:e3. doi: 10.1093/nar/gks828
Logan, B. W. (1961). Cryptozoon and associate stromatolites from the recent of
Shark Bay, Western Australia. J. Geol. 69, 517–533.
Love, M. I., Huber, W., and Anders, S. (2014). Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome Biol. 15:550.
doi: 10.1186/s13059-014-0550-8
Loza, V., Perona, E., and Mateo, P. (2014). Specific responses to nitrogen
and phosphorus enrichment in cyanobacteria: factors influencing changes in
species dominance along eutrophic gradients. Water Res. 48, 622–631. doi:
10.1016/j.watres.2013.10.014
McMurdie, P. J., and Holmes, S. (2014). Waste not, want not: why rarefying
microbiome data is inadmissible. PLoS Comput. Biol. 10:e1003531. doi:
10.1371/journal.pcbi.1003531
Mobberley, J. M., Khodadad, C. L., and Foster, J. S. (2013). Metabolic potential
of lithifying cyanobacteria-dominated thrombolitic mats. Photosynth. Res. 118,
125–140. doi: 10.1007/s11120-013-9890-6
Mobberley, J. M., Khodadad, C. L., Visscher, P. T., Reid, R. P., Hagan, P., and Foster,
J. S. (2015). Inner workings of thrombolites: spatial gradients of metabolic
activity as revealed by metatranscriptome profiling. Sci. Rep. 5:12601. doi:
10.1038/srep12601
Mobberley, J. M., Ortega, M. C., and Foster, J. S. (2012). Comparative
microbial diversity analyses of modern marine thrombolitic mats by
barcoded pyrosequencing. Environ. Microbiol. 14, 82–100. doi: 10.1111/j.1462-
2920.2011.02509.x
Mook, W. G., Bommerson, J. C., and Staverman, W. H. (1974). Carbon isotope
fractionation between dissolved bicarbonate and gaseous carbon dioxide. Earth
Planet. Sci. Lett. 22, 169–176. doi: 10.1016/0012-821X(74)90078-8
Moore, L., Knott, B., and Stanley, N. (1984). The stromatolites of Lake Clifton,
Western Australia. Search 14, 309–314.
Moore, L. S. (1987). Water chemistry of the coastal saline lakes of the
Clifton-Preston Lakeland system, south-western Australia, and its influence
on stromatolite formation. Aust. J. Mar. Freshw. Res. 38, 647–660. doi:
10.1071/MF9870647
Moore, L. S. (1991). Lake Clifton – an internationally significant wetland in need
of management. Land Water Res. News 8, 37–41.
Moore, L. S. (1993). The Modern Microbialites of Lake Clifton, South-Western
Australia. Ph.D. thesis, University of Western Australia, Crawley, WA.
Moore, L. S., and Burne, R. V. (1994). “The modern thrombolites of Lake Clifton,
Western Australia,” in Phanerozoic Stromatolites II, eds J. Bertrand-Sarfati and
C. Monty (Boston, MA: Kluwer Academic Publishers), 3–29.
Muller, J., Szklarczyk, D., Julien, P., Letunic, I., Roth, A., Kuhn, M.,
et al. (2010). eggNOG v2.0: extending the evolutionary genealogy of
genes with enhanced non-supervised orthologous groups, species and
functional annotations. Nucleic Acids Res. 38, D190–D195. doi: 10.1093/nar/
gkp951
Myshrall, K., Mobberley, J. M., Green, S. J., Visscher, P. T., Havemann, S. A.,
Reid, R. P., et al. (2010). Biogeochemical cycling and microbial diversity in
the modern marine thrombolites of Highborne Cay, Bahamas. Geobiology 8,
337–354. doi: 10.1111/j.1472-4669.2010.00245.x
Nitti, A., Daniels, C. A., Siefert, J., Souza, V., Hollander, D., and Breitbart, M.
(2012). Spatially resolved genomic, stable isotopic, and lipid analyses of a
Frontiers in Microbiology | www.frontiersin.org 13 July 2016 | Volume 7 | Article 1064
fmicb-07-01064 July 4, 2016 Time: 12:39 # 14
Warden et al. Living Thrombolites of Lake Clifton
modern freshwater microbialite from Cuatro Cienegas, Mexico. Astrobiology
12, 685–698. doi: 10.1089/ast.2011.0812
Obst, M., and Steinbüchel, A. (2006). “Cyanophycin – an ideal bacterial nitrogen
storage material with unique chemical properties,” in Inclusions in Prokaryotes,
ed. J. M. Shively (Berlin: Springer), 167–193.
Ogawa, T., Bao, D. H., Katoh, H., Shibata, M., Pakrasi, H. B., and Bhattacharyya-
Pakrasi, M. (2002). A two-component signal transduction pathway regulates
manganese homeostasis in Synechocystis 6803, a photosynthetic organism.
J. Biol. Chem. 277, 28981–28986. doi: 10.1074/jbc.M204175200
Oksanen, J., Blanchet, F. G., Kindt, R., Legendre, P., Minchin, P. R., O’hara, R. B.,
et al. (2011). Vegan: Community Ecology Package; R Package version 2.0-0. Oulu:
University of Oulu, 1–17.
Ondov, B. D., Bergman, N. H., and Phillippy, A. M. (2011). Interactive
metagenomic visualization in a web browser. BMC Bioinformatics 12:385. doi:
10.1186/1471-2105-12-385
Pati, A., Abt, B., Teshima, H., Nolan, M., Lapidus, A., Lucas, S., et al. (2011).
Complete genome sequence of Cellulophaga lytica type strain (LIM-21). Stand.
Genomic Sci. 4, 221–232. doi: 10.4056/sigs.1774329
Planavsky, N., Reid, R. P., Andres, M., Visscher, P. T., Myshrall, K. L., and
Lyons, T. W. (2009). Formation and diagenesis of modern marine calcified
cyanobacteria. Geobiology 7, 566–576. doi: 10.1111/j.1472-4669.2009.00216.x
Reid, R. P., Visscher, P. T., Decho, A. W., Stolz, J. F., Bebout, B. M., Dupraz, C., et al.
(2000). The role of microbes in accretion, lamination and early lithification of
modern marine stromatolites. Nature 406, 989–992. doi: 10.1038/35023158
Riding, R. (2011). “Calcified cyanobacteria,” in Encyclopedia of Geobiology, eds J.
Reitner and V. Thiel (Heidelberg: Springer), 211–223.
Rodriguez-R, L. M., Overholt, W. A., Hagan, C., Huettel, M., Kostka, J. E., and
Konstantinidis, K. T. (2015). Microbial community successional patterns in
beach sands impacted by the Deepwater Horizon oil spill. ISME J. 9, 1928–1940.
doi: 10.1038/ismej.2015.5
Romanek, C. S., Grossman, E. L., and Morse, J. W. (1992). Carbon isotopic
fractionation in synthetic aragonite and calcite: effects of temperature and
precipitation rate. Geochim. Cosmochim. Acta 56, 419–430. doi: 10.1016/0016-
7037(92)90142-6
Rosen, M. R., Coshell, L., Turner, J. V., and Woodbury, R. J. (1996).
Hydrochemistry and nutrient cycling in Yalgorup National Park, Western
Australia. J. Hydrol. 185, 241–274. doi: 10.1016/0022-1694(95)02981-8
Ruvindy, R., White, R. A. III, Neilan, B. A., and Burns, B. P. (2016).
Unravelling core microbial metabolisms in the hypersaline microbial mats of
Shark Bay using high-throughput metagenomics. ISME J. 10, 183–196. doi:
10.1038/ismej.2015.87
Saghaï, A., Zivanovic, Y., Zeyen, N., Moreira, D., Benzerara, K., Deschamps, P.,
et al. (2015). Metagenome-based diversity analyses suggest a significant
contribution of non-cyanobacterial lineages to carbonate precipitation in
modern microbialites. Front. Microbiol. 6:797. doi: 10.3389/fmicb.2015.
00797
Saw, J. H., Schatz, M., Brown, M. V., Kunkel, D. D., Foster, J. S., Shick, H., et al.
(2013). Cultivation and complete genome sequencing of Gloeobacter kilaueensis
sp. nov., from a lava cave in Kilauea Caldera, Hawai’i. PLoS ONE 8:e76376. doi:
10.1371/journal.pone.0076376
Schwarz, R., and Grossman, A. R. (1998). A response regulator of cyanobacteria
integrates diverse environmental signals and is critical for survival under
extreme conditions. Proc. Natl. Acad. Sci. U.S.A. 95, 11008–11013. doi:
10.1073/pnas.95.18.11008
Smith, M. D., Goater, S. E., Reichwaldt, E. S., Knott, B., and Ghadouani, A.
(2010). Effects of recent increases in salinity and nutrient concentrations
on the microbialite community of Lake Clifton (Western Australia): are the
thrombolites at risk? Hydrobiologia 649, 207–216. doi: 10.1007/s10750-010-
0246-3
Spötl, C., and Vennenmann, T. W. (2003). Continuous-flow isotope ratio mass
spectrometric analysis of carbonate mienrals. Rapid Commun. Mass Spectrom.
17, 1004–1006. doi: 10.1002/rcm.1010
Stolz, J. F., Reid, R. P., Visscher, P. T., Decho, A. W., Norman, R. S., Aspden,
R. J., et al. (2009). The microbial communities of the modern marine
stromatolites at Highborne Cay, Bahamas. Atoll Res. Bull. 567, 1–29. doi:
10.5479/si.00775630.567.1
Suosaari, E. P., Reid, R. P., Playford, P. E., Foster, J. S., Stolz, J. F., Casaburi, G.,
et al. (2016). New multi-scale perspectives on the stromatolites of Shark Bay,
Western Australia. Sci. Rep. 6, 20557. doi: 10.1038/srep20557
Tatusov, R. L., Fedorova, N. D., Jackson, J. D., Jacobs, A. R., Kiryutin, B., Koonin,
E. V., et al. (2003). The COG database: an updated version includes eukaryotes.
BMC Bioinformatics 4:41. doi: 10.1186/1471-2105-4-41
Thomas, F., Hehemann, J. H., Rebuffet, E., Czjzek, M., and Michel, G. (2011).
Environmental and gut bacteroidetes: the food connection. Front. Microbiol.
2:93. doi: 10.3389/fmicb.2011.00093
van Waasbergen, L. G., Dolganov, N., and Grossman, A. G. (2002). nblS, a gene
involved in controlling photosynthesis-related gene expression during high
light and nutrient stress in Synechococcus elongatus PCC 7942. J. Bacteriol. 184,
2481–2490. doi: 10.1128/JB.184.9.2481-2490.2002
Visscher, P. T., and Stolz, J. F. (2005). Microbial mats as bioreactors: populations,
processes and products. Palaeogeogr. Palaeoclimatol. Palaeoecol. 219, 87–100.
doi: 10.1016/j.palaeo.2004.10.016
Warden, J. G. (2016). Microbialites of Lake Clifton,Western Australia: Groundwater
Dependent Ecosystems in a Threatened Environment. Ph.D. dissertation,
University of Texas at Austin, TX.
Warden, J. G., Breecker, D. O., and Bennett, P. C. (2013). “Geochemical reactivity
in the mixing zone of a coastal salt lake and its effect on microbialite formation,
Lake Clifton, Western Australia,” in Proceedings of the Fall Meeting American
Geophysical Union, San Francisco, CA.
White, R. A. III, Chan, A. M., Gavelis, G. S., Leander, B. S., Brady, A. L., Slater, G. F.,
et al. (2016). Metagenomic analysis suggests modern freshwater microbialites
harbor a distinct core microbial community. Front. Microbiol. 6:1531. doi:
10.3389/fmicb.2015.01531
White, R. A. III, Power, I. M., Dipple, G. M., Southam, G., and Suttle, C. A. (2015).
Metagenomic analysis reveals that modern microbialites and polar microbial
mats have similar taxonomic and functional potential. Front. Microbiol. 6:966.
doi: 10.3389/fmicb.2015.00966
Williams, W. D. (1986). Conductivity and salinity of Australian salt lakes. Mar.
Freshw. Res. 37, 177–182. doi: 10.1016/j.scitotenv.2011.06.023
Williams, W. D., and Buckney, R. T. (1976). Chemical composition of some inland
surface waters in south, western and northern Australia. Aust. J. Mar. Freshw.
Res. 27, 379–397. doi: 10.1071/MF9760379
Wong, H. L., Smith, D. L., Visscher, P. T., and Burns, B. P. (2015). Niche
differentiation of bacterial communities at a millimeter scale in Shark Bay
microbial mats. Sci. Rep. 5, 15607. doi: 10.1038/srep15607
Yamaguchi, K., Suzuki, I., Yamamoto, H., Lyukevich, A., Bodrova, I., Los, D. A.,
et al. (2002). A two-component Mn2+-sensing system negatively regulates
expression of the mntCAB operon in Synechocystis. Plant Cell 14, 2901–2913.
doi: 10.1105/tpc.006262
Zhang, Y., Ling, J., Yang, Q., Wen, C., Yan, Q., Sun, H., et al. (2015). The
functional gene composition and metabolic potential of coral-associated
microbial communities. Sci. Rep. 5:16191. doi: 10.1038/srep16191
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2016 Warden, Casaburi, Omelon, Bennett, Breecker and Foster. This
is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) or licensor are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.
Frontiers in Microbiology | www.frontiersin.org 14 July 2016 | Volume 7 | Article 1064
